Key indicators: single-crystal X-ray study; T = 100 K; mean (C-C) = 0.003 Å; R factor = 0.027; wR factor = 0.073; data-to-parameter ratio = 22.3.
In the crystal of the title molecular salt, C 7 H 7 N 2 + ÁBr À , the cations form inversion dimers via weak pairwise C-HÁ Á ÁN hydrogen bonds; their mean planes are separated by 0.292 (6) Å . Weak C-HÁ Á ÁBr interactions involving all of the remaining H atoms tie the cations and anions together into sets of interpenetrating sheets. The title compound is isostructural with its iodide analogue.
Related literature
For the structure of the 4-cyano-1-methylpyridinium iodide salt, see: Kammer et al. (2012) . For the structure of 3-cyano-1-methylpyridinium bromide, see: Mague et al. (2005) . For the structure of 3-cyano-1-methylpyridinium chloride, see: Koplitz et al. (2003. 
Experimental
Crystal data Table 1 Hydrogen-bond geometry (Å , ). 
Data collection: APEX2 (Bruker, 2010 ); cell refinement: SAINT (Bruker, 2009 ); data reduction: SAINT; program(s) used to solve structure: SHELXS97 (Sheldrick, 2008 ); program(s) used to refine structure: SHELXL97 (Sheldrick, 2008) ; molecular graphics: SHELXTL (Sheldrick, 2008) ; software used to prepare material for publication: SHELXTL. (Table 1) to generate a three dimensional network of interpenetrating planes (Fig. 2 ).
4-Cyano-1-methylpyridinium bromide is isostructural with the corresponding iodide (Kammer et al., 2012) . By contrast, the structure of the bromide salt of the isomeric 3-cyano-1-methylpyridinium cation differs markedly from that of its iodide salt but is isostructural with its chloride salt (Koplitz et al., 2003; Mague et al., 2005) . Also, in the title compound each anion participates in five C-H···Br contacts in the range 2.27-2.89 Å with a sixth, essentially van der Waals contact of 3.03 Å. This differs markedly from the isomeric 3-cyano-1-methylpyridinium bromide (Mague et al., 2005) where each bromide ion is contacted by four C-H groups all in the same plane. 
Computing details
Data collection: APEX2 (Bruker, 2010 ); cell refinement: SAINT (Bruker, 2009 ); data reduction: SAINT (Bruker, 2009);  program(s) used to solve structure: SHELXS97 (Sheldrick, 2008 ); program(s) used to refine structure: SHELXL97 (Sheldrick, 2008) ; molecular graphics: SHELXTL (Sheldrick, 2008) ; software used to prepare material for publication:
SHELXTL (Sheldrick, 2008 Perspective view of the asymmetric unit. Displacement ellipsoids are drawn at the 50% probability level. 
Special details
Experimental. The diffraction data were obtained from 3 sets of 400 frames, each of width 0.5 °. in omega, colllected at phi = 0.00, 90.00 and 180.00 °. and 2 sets of 800 frames, each of width 0.45 ° in phi, collected at omega = -30.00 and 210.00 °. The scan time was 20sec/frame. 
